ABSTRACT In the present era of conjugate vaccines against Haemophilus influenzae type b, non-vaccine-preventable strains are of concern. Here, we report the first whole-genome sequence of an invasive H. influenzae type e strain. This genomic information will enable further investigations on encapsulated non-type b H. influenzae strains.
virulence factors were identified, including adherence factors (hap and type IV pili), endotoxins (kdsB and lpxK), lipooligosaccharide (LOS) (galE and lic), and host immune evasion proteins (mrsA and iga1).
Detailed analysis of the reported genome, including comparisons with other encapsulated and nonencapsulated H. influenzae genomes, is under way. The whole-genome sequence reported here will provide a reference data set for Hie, improving our understanding on the genomic diversity of encapsulated non-type b H. influenzae strains.
Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession no. MTBH00000000. The version described in this paper is version MTBH01000000.
